Appendix 6. Sequence divergences under the K-2-P (Kimura 1980) model and statistics for parsimony analyses of the six loci sequenced for Gnetum. N/A indicates data not available due to the exclusion of outgroup sequences.
=========================================================================================================


 chloroplast
nuclear
mitochondrial
Six-gene


-------------------------------------------------
------------------------------
-------------------


rbcL
matK
trnT-trnF
ITS 
LEAFY
nad1 intron2

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Aligned length

    (within Gnetum)
1428 (1428)
1809 (1557)
N/A (1192)
N/A (1719)
N/A (790)
4300 (2202)
N/A (8957)

Number of sequences

     (Gnetum only)
59 (51a)
46 (13a)
N/A (41)
N/A (75)
N/A (63a)
40 (28)
N/A (31)

Number of characters used
1238
1809
724
590
790
4092
6918

Variable sites

    (within Gnetum)
244 (85)
1488 (220)
N/A (148)
N/A (394)
N/A (224)
2226 (713)
N/A (2631)

Informative sites

    (within Gnetum)
199 (47)
1280 (108)
N/A (88)
N/A (322)
N/A (134) 
1025 (298)
N/A (1388)

Informative indels
0
N/A
11
N/A
5
N/A
N/A

Maximum sequence divergence 

    within Gnetum
0.048
0.068
0.106
0.446
0.074
0.227
N/A

Number of MP trees obtained
52,472
2
108
118,500
108,600
1902
172

Length of MP tree
326
5122
192
964
392
3182
4217

CI (excl. uninformative sites)
0.81
0.54
0.84
0.61
0.55
0.82
0.75

RI (excl. uninformative sites)
0.95
0.84
0.95
0.88
0.84
0.85
0.83

=========================================================================================================

aIncluding sequences downloaded from the GenBank. 

